[Expression of p16 gene in malignant lymphoma detected by immunohistochemical and in situ hybridization techniques].
To investigate the expression of p16 gene in non-Hodgkin's lymphoma (NHL) and its clinicopathological significance. Paraffin embedded biopsies from 64 patients with NHL were analysed for p16 gene expression by immunohistochemical methods and in situ hybridization technique. Of the 64 NHL cases, 34(53.1%) were positive for p16 protein, 30(46.9%) lacked p16 protein, most of the positive signals were seen in the nuclei; 45(70.3%) were p16 mRNA positive, 19(29.7%) lost p16 mRNA and p16 mRNA was clearly observed in the cytoplasm of lymphocytes. p16 expression did not show correlation with such factors as sex, age and immunophenotype in NHL, but there was a significant difference between the pattern of expression of p16 in well differentiated lymphomas and poorly differentiated lymphomas (P < 0.05). Moreover, 42 patients were followed postoperatively for over 3 years, both p16 protein and mRNA correlated with the prognosis of these patients. There was a higher incidence of negative expression of p16 mRNA and protein in NHL, which indicates that p16 gene inactivation may play an important role in the genesis and development of some NHL. The frequency of negative expression of p16 mRNA was lower than that of p16 protein suggests that it may be due to post-transcriptional regulation or the unsteadiness of mRNA or protein expressed. The positive expression of both p16 mRNA and p16 protein may be features for favorable prognosis in patients with NHL.